Originally thought to be a single species, Klebsiella pneumoniae has been divided into three 22 distinct species: K. pneumoniae, K. quasipneumoniae and K. variicola. In a recent study of 1,777 23 extended-spectrum beta-lactamase (ESBL)-producing Klebsiella strains recovered from human 24 infections in Houston, we discovered one strain (KPN1705) causing a wound infection that was 25
Klebsiella species capable of causing serious human infections. Importantly, when novel strain 127 10982 was first described, the investigators questioned whether it had simply colonized the 128 gastrointestinal tract or if it was potentially pathogenic. Our novel strain KPN1705 was 129 recovered from a wound culture, strongly suggesting a causative role for the abscess. In addition, 130 the detection of multiple antimicrobial resistance genes, including a SHV ESBL enzyme, 131 increases its virulence potential. 132
Our whole genome sequence data provides clues to the relationships between the 133 Klebsiella clades. The core genome content of K. quasivariicola sp. nov., is similar to K. 134 pneumoniae, K. variicola and K. quasipneumoniae, despite the extensive diversity that has been 135 reported to occur within and between clades (6, 9, 10). Also, consistent with previous reports, (6) 136 we observed the plasmids present in KPN1705 to be similar to those found in other Klebsiella 137 species. Importantly, these plasmids carry multiple genes encoding virulence factors and 138 antimicrobial resistance genes (17). 139
These data provide new insight to the natural history and pathogenesis of Klebsiella 140 organisms. Additional strains of Klebsiella quasivariicola sp. nov. are needed to better 141 characterize this new species. Improved diagnostic methods or widespread use of whole genomesequencing of clinical isolates may be necessary to ensure timely and appropriate identification 143 of these pathogens. 144
145

MATERIALS AND METHODS 146
Whole genome sequencing of Klebsiella 147
The genome of strain KPN1705 was previously described using Illumina short read data (9). To 148 obtain long reads to close the genome, we sequenced the genome of strain KPN1705 to closure 149 using the 1D Ligation sequencing kit, R9.4 flow cell, and Oxford Nanopore Technologies 150
MinION Mk-Ib sequencer. 151
Bioinformatics analysis of strains 152
The single nucleotide polymorphism calling pipeline and additional bioinformatics pipelines 153 were described previously (9). BLAST was performed using the NCBI BLAST toolkit and CLC 154
Genomics Workbench v.10.1. Visualization of SNP distribution was performed using CLC 155
Genomics Workbench v.10.1. FASTQ files were assembled into contigs using Spades v3.10.1, 156 and contigs were annotated using Prokka v1. 12 (18, 19) . Unicycler v0.4.0 was used for hybrid 157 assembly and polishing of short reads and long reads into a closed genome for KPN1705 (20) . 158
Gene content analysis was performed using Roary v3.6.1 (21). Bidirectional BLAST and circos 159 visualization were performed using PATRIC (www.patricbrc.org). Assembly of SNPs into 160 phylogenetic trees was accomplished with the scripts prephix v3.3.0, phrecon v4.6.0, and 161 
